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SYSTEMS 
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RAW SEQUENCE LISTING 
ERROR REPORT 




Tlie Biotechnology Systems Branch of the ScUnlific and Technical Information 
Center (STIC) cletcclcd errors when processing the following computer readable 

form: 

AoDlication Serial Number: 



Source 

Date Processed by STIC: 

THE ATTACHED PRINTOUT EXPI^INS DETECTED ERRORS. 

PLFASE FORWARD THIS INFORMATION TO THE APPLICANT BY E'THER: 

n INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 

APPl ICANT WITH A NOTICE TO COMPLY or. 
2) Je^EPHONINC APPLI^ AND FAXING A COPY OF THIS PRINTOUT. WITH A 

FOR^CRF SUBMISSION^^^ PATENTIN SOFTWARE QUESTIONS. PLEASE CONTACT _ 
MARK SPENCER. TELEPHONE: S7I-Z72-25I0. FAX: 571-273-0221 

TO-REDUCE ERRORED SEQUENCE LISTINGSrW-EASE USE THE CHECKER 
vrnsiON 4.2 PROGRAM . ACCESSIBLE THROUGH THE U S PATENT AND _ 
TRADEMARK OFFICE WEBSITE. SEE BELOW FOR ADDRESS: 
http://www.uspio-€ovAveb/onices/pi»c/checker/chkrnote.htm 

Applicants submitting genetic sequence infonnaUon electronically on diskette or CD-Rom sluwld be aware that there is 

a Possibility that the disk/CD-Rom may Iwvc been affected by tftalroenl given to a I mcommg mail 

Please consider using ahcmaie meU.ods of submission for the di$k/CD-Rom or replacement disk/CD-Rom. 

Any reotv inchulinp a s«...rncc listing i n -Winnie form should NOT be sem to the, m.S I 7.p code 

United Sates Patr ni and Tnutem«k nnd instead should be sent via the follo%vipR to the mdicaicd addres?e;. 

I. FF.«;.Rio f<h»n;/Avww.usnta»nv/ehc/efs/d «wnlonds/documents.htm>. EPS Submission 

User Manual- CPA VE) .. ^. .^tft 

. 2. Postal Service: Commissiq)9pr;or Patents. PO. Bo»-l450. Alexandna. VA ^"'JiJ^ nr/ns/n<iv 
3. Hand Carry. Federal Express. United Pattel Scwice. or other tfcl.vciy scrv.cc CEFFECTIVE ^ 05/04) 

U.S. Patent SUtdTradenuukOmce. 220 20* Street S.. Customer Window. Ma.1 Slop Se<p.e«ce. Crystal Pteza Txvo. Lobby. 
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BEST AVAIIABUE COPY 



Raw Sequence Listing Error Summary 

. ^ppnu DETECTED s.„f=nrCTED COMlECTiOW SZ^XAl^mmt^ JO/^0,%Z 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH - ALPHA" HEADERS. WHICH WERE INSERTED BY PTO SOmVARE 

I Wrapped Nuckics The nunibcrAcxi at ihc end of each line -wrapped^ down lo ihe next line. Tliis may occur if your file 

^WrapprfAminos was retrieved in a wonJ processor after creating it Please adjust your right margin to .3; this will 

prevent *%vrapping.'' 

,2 ^Invalid Line Length The rules require that a line not exceed 72 characters in length. This includes whitc^is. 

3 Misaligned Amino The numbci^ng under each 5* anuno acid is misaligned. Do not use lab codes between numbers; 

Numbering use space characters, instead. 

4 Non-ASCII 



^Variable Length 



Patentin 2.0 
-bug" 



J.. 



The submitted file was not saved in ASCll(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission is saved In ASCII texL 

Sequcnce(s) contain n*s of Xaa's representing more ihan one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present Oie maximum number of each 
residue having variable length and indicate in die <220>-<m> seaion that some may be missing, 

A -bug" in Patentin version 2.0 has causedjhc <220>-<223> section to be missing from amino acid 

scquences(5) . Nomwily, Patentin would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to Ihe mandatoiy <220>-<223> sections for 
Artificial or Unknown sequences. 

Skipped Sequences Scquencc(s} : missing. If intentional, please insert the following lines for each skipped sequence: 

"(OLDRULES) (2) INFORMATION FOR SEQ ID NO:X. (insert SEQ ID NO where -X" is shown) 

(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under diis headmg) 
(xi) SEQUENCE DESCRIPnON.SEQ ID NO:X: (insert SEQ ID NO where '•X" is shown) 
This sequence Is inicnnonally skipped 

Please also adjust the -(ii) NUMBER OF SEQUENCES:" response to Include the skipped sequences. 

7*"^ missing. If Intentional, please insert the following lines for each skipped sequence. 



g V S kipped Sequences Sequence(s) 

000 yc^dU$=^^ 

Use of n's or Xaa's Use of n's and/or Xaa's have been detected in Uic Sequence Listmg. ^aJ^-^TT^ yO^ix^l^^oc^ 

"(NEW RULES) Per I.«23 of Sequence Rules, useof <220>w<223> is MANDATORY if n'sor Xaa^s are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



10 



II 



12 



Jnvalid<2l3> 
Response"" 

_Useof<220> 



Patentin 2.0 
"-bug" 



13 



Misuse of n/Xaa 



Per 1 .823 of Sequence Rules, the only vaUd <213> responses arc: Unknown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
is Artificial Sequence 

Scqucncc( s) missing ihe <220> *'Fcamre" and associated numeric identifiers and rcsponscs,>^t 

Use of <220> to <223> is MANDATORY \\ <l\y> "Organism ' response is ^-Artincial Sequence" or i 
"1 Inknown. *- Please explain souree of genetic material in <220> to <223> section 
(Sec "Federal Register.^ OdA) 1/1 998, Vol. 63, No. 104. pp. 29631-32) (Sec. \XU of Sequence Rules) 

Please do not use -Copy to Disk" function of Patentin version 2.0. This causes a corrupted file, 
resulting in missing mandatoiy numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or ariy other manual means to copy file to floppy disk. 

-n- can only represent a single nucleotide : "Xaa** can only represent a single amino acid 

AMC - Biotechnology Systems Branch - 09/09/2003 
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IFHO 



NotCkMnpiy 



RAW SEQUENCE LISTING DATE: 12/21/2004 

PATENT APPLICATION: US/10/6eO« 963 TIME: 11:33:40 

Input Set : A:\OFI-108 Sequence Ii8ting.ST25.txt 
Output Set: Ns\CRF4\12212004\J680d63 .raw 

3 <110> APPLICANT: GlycoFi, Inc. 

4 .Bobrowicz, Piotr 

5 Hamilton, Stephen R- 

6 Gemgross, Tilman'D. 

7 Wildt, Stefan 

8 Choi, Byung-Kvfon 

9 Nett, auergen H. 

10 Davidson, Robert C. 

12 <120> TITLE OF INVENTIONS N-Acetylglucosaminyltrans£erase III expression in lower 

13 eukaryotes 

15 <130> PILE REFERENCE: GFI-IOS CIP 

17 <140> CURRENT APPLICATION NUMBER: US 10/680,963 

18 <141> CURRENT FILING DATE: 2003-10-07 

20 <150> PRIOR APPLICATION NUMBER: US 10/371,877 

21 <151> PRIOR FILING DATE: 2003-02-20 

23 <150> PRIOR APPLICATION NUMBER: US 09/892,591 

24 <151> PRIOR FILING DATE: 2001-06-27 
26 <150> PRIOR APPLICATION NUMBER: US 60/214,358 
27. <151> PRIOR FILING DATE: 2000-06-28 

'29 <150> PRIOR APPLICATION NUMBER: US 60/215,638 
30 <151> PRIOR FILING DATE: 2000-06-30 

32 <150> PRIOR APPLICATION NUMBER: US 60/279,997 

33 <151> PRIOR FILING DATE: 2001-03-30 

35 <150> PRIOR APPLICATION NUMBER: PCT/US02/41510 

36 <151> PRIOR FILING DATE: 2002-12-24 

38 <150> PRIOR APPLICATION NUMBER: US 60/344,169 

39 <151> PRIOR FILING DATE: 2001-12-27 
41 <160> NUMBER OF SEQ ID NOS: 101 

43 <170> SOFTWARE: Patentin version 3.2 

45 <210> SEQ ID NO: 1 

46 <211> LENGTH: 3 

47 <212> TYPE: PRT 

48 <213> ORGANISM: artificial 

50 <220> FEATURE: 

51 <223> OTHER INFORMATION :^lycosylat ion 

54 <220> FEATURE: 

55 <221> NAME/KEY: MISC_FEATURB ^ 

56 <222> LOCATION: (2).. (2) 

57 <223> OTHER INFORMATION: wherein "Xaa' 
59 <400> SEQUENCE: 1 

f--> 61 Asn Xaa Ser 
62 1 

65 <210> SEQ ID NO; 2 



target 



is any amino acid except proline 



ile7/C:\CRF4\Outhold\VsrJ680963.htm 
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RAW SBOtJESICB LXSTXHG DATE: 12/21/2004* 

PATENT APPLICATION: aS/10/680,963 TIME: 11:33:40 

Input Set : A$\GFI-108 Sequence' ll8tln9.ST25.txt 
Output Set: ll:\CRF4\12212004\j6S0963.raw 

66 <211> LENGTH: 3 

67 <21^> TYPE: PRT 

68 <213> ORGANISM: artificial 

70 <220> FEATURE: \ ' ^ 

71 <223> OTHER INFORMATION -yGlycosylat ion target 

74 <220> FEATURE: ---^ 

75 <221> KAMB/KEY: MISC_FEATURE 

76 <222> LOCATION: (2) ..{2) 

77 <223> OTHER INFORMATION: wherein "Xaa" is any amino acid except proline 
79 <400> SEQUENCE: 2 

K--> 81 Asn Xaa Thr 
82 1 

85 <210> SEQ ID NO: 3 

86 <211> LENGTH: 21 

87 <212> TYPE: DNA 

88 <213> ORGANISM: artificial 

90 <220> FEATURE: 

91 <223> OTHER INFORMATION: Primer A for target geiie in P. pastoris (1,6- 
iiiazmosyl transferase ) 

93 <400> SEQUENCE: 3 

94 atggcgaagg cagatggcag t 21 

97 <210> SEQ ID NO: 4 

98 <211> LENGTH: 21 

99 <212> TYPE: DNA 

100 <213> ORGANISM: artificial 

102 <220> FEATURE: 

103 <223> OTHER INFORMATION: Primer B for target gene in P. pastoris (1,6- 
meumosy 1 1 rans f erase } 

105 <400> SEQUENCE: 4 

106 ttagtccttc caacttcctt C 21 
109 <210> SEQ ID NO: 5 

• 110 <211> LENGTH: 26 

111 <212> TYPE: DNA 

112 <213> ORGANISM: artificial 

114 <220> FEATURE: 

115 <223> OTHER INFORMATION: Primer A' for target gene in P. pastoris (1,2 

116 mannosyltfansferascs) 

119 <220> FEATURE: 

120 <221> NAME/KEY: misc_feature 

121 <222> LOCATION: (9) . . (9) r 

122 <223> OTHER INFORMATION: wherein "n" is equal to -a" or "t" or "g- or «c" 

124 <220> FEATURE: 

125 <221> NAME/KEY: misc_feature ^ 

126 <222> LOCATION: (12) , , (12) 

127 <223> OTHER INFORMATION: wherein -n» is equal to "a" or "t" or "g" or »c". 

129 <220> FEATURE: 

130 <221> NAME/KEY: misc_feature r 

131 <222> LOCATION: (18) . . (18) 

132 <223> OTHER INFORMATION: wherein «n" is equal to "a« or "t" or "g« or "C 
134 <400> SEQUENCE: 5 

w--> 135 taytggmgng tngarcynga yathaa 2S 
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w--> 



RAW SfiQUENCB LXSTZHO 

PATENT APPLICATION: US/10/680 « 963 



DATE: 12/21/200'4 
TINS: 11:33:40 



Input Set : A:\GFZ*108 Sequence listing. 8T2 5 .txt 
Output Set: N:\CRF4\12212004\J680963.raw 

138 <210> SEQ ID NO: 6 

139 <211> LENGTH: 20 

140 <212> TYPE: ONA 

141 <213> ORGANISM: artificial 
143'<220> PEATORE: 

144 <223> OTHER INFORMATION: Primer B for target gene in P. pastoris (1,2 

145 mannosyltransferases) 

148 <220> FEATURE: 

149 <221> NAME/KEY: misc_f eatture 

150 <222> LOCATION: (6) . . (6) 

151 <223> OTHER INFORMATION: wherein "n«» is equal to "a" or "t" or «g" or «c 

153 <220> FEATURE; 

154 <221> NAME/KEY; misc_feature 

155 <222> LOCATION: (12) . . <12) 

156 <223> OTHER INFORMATION: wherein 

158 <400> SEQUENCE: 6 

159 gcrtcnccce anclcytcrta 

162 <210> SEP ID NO: 7 



"n" is equal to "a" or "t" or "g" or "c" 

20 




LENGTH: 0 
TYPE: DNA 
ORGANISM: 



167 <400> 

168 000 
170 <210> 
17L<211> 
172 <212> 
3&3 <213> 



SEQUENCE: 7 



Kluweromyces 




ID NO: 
TT 



8 



SEQ 
LENGTH 
TYPE: PRT 

ORGANISM: Kluyveronyces 



175 <400> SEQUENCE: 6 



000 

<210> SEQ ID NO: 9 

<211> LENGTH; 458 

<212> TYPE: PRT , 

<213> ORGANISM: Saccharomyces 

<220> FEATURE: 

<221> NAME/KEY: MISC_FEATURE 
<222> LOCATION: (304) . , (3181 



cerevisiae 



<223> OTHER INFORMATION ^llow- complexity sequeno 
<220> FEATURE: 

<221> NAME/KEY: MISC_FEATORE 
<222> LOCATION: (416) . • (4361 



<223> OTHER INFORMATION: ^'!^- complexity sequencs !I> 
<400> SEQUENCE: 9 " 
Met Glu Gly Glu Gin Ser Pro Gin Gly Glu Lys Ser Leu Gin Arg 
1 5 10 15 

Gin Phe Val Arg Pro Pro Leu Asp Leu Trp Gin Asp Leu Lys Asp 

20 25 30 

Val Arg Tyr Val lie Phe Asp Cys Arg Ala Asn Leu lie Val Met 

35 40 45 

Leu Leu He Leu Phe Glu Ser Met Leu Cys Lys He He He Lys 



Ly3 
Gly 



Pro 



Lys 
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RAH SEQUENCE LISTIMG DATE: 12/21/200-4 

PATENT APPLICATION: US/10/680«963 TIME: 11:33:40 



Input Set : A:\6PI-108 Sequence listing.ST25.txt 
Output Set: Ns\CRF4\l2212004\J680963.raw 



209 


50 




55 








60 








212 Val Ala Tyr 


Thr 


Glu He Asi> Tvr 


LVS 


Ala 


Tyr 


Met 


Glu 


Gin 


lie Glu 


213 


65 




70 






75 








80 


216 


Met lie Oln 




Asn filv Mfifc Ijfill 

tn,^%0 AJQWft 




Tvr 


Ser 


Gin 


Val 


Ser 


Gly Gly 


217 






85 




90 










95 


220 Thr Gly Pro 




Val Tvr Pro Ala 


Glv 


Hxs 


Val 


Leu 


lie 


Tvr 


Lys Met 


221 




X WW 




105 










110 




224 Met Tyr Trp 


mCU 


Thr Olu Glv Met 


Asp 


His 


Val 


Glu 


Arg 


Gly 


Gin Val 


225 


115 




120 










125 






228 


Phe Phe Arg 


lyr 


THrv" T«oii T.P11 
^\SU AJCU 


Thr 


lieu 


Ala 


Leu 


Gin 


Met 


Ala Cys 


229 


130 




















232 Tyr Tyr Leu 


Leu 




Tina 


Cvs 


Val 


Val 


Leu 


Ala 


Cys Leu 


233 


145 










155 








160 


236* Ser Lys Arg 


Leu 


H4c Qor- 'Tltf* TvT 
nxo xx<? ^J''^ 


Val 


Leu 




Leu 


Phe 


Asn 


Asp Cys 


237 










170 

X f w 










175 


240 


Phe Thr Thr 


Leu 


M^i* Val VaI 


Thr 


Val 


Leu 


Glv 


Ala 


lie 


Val Ala 


241 




1 AA 




185 










190 




244 


Ser Arg Cys 




Aln Pi^rt T.v< 
V9J.IJ AJu|Lj crx(.# xjyo 




Lys 


Lys 


Ser 


ZiCU 


Ala 


lieu Val 


245 


195 




AW 










205 






248 


lie Ser Ala 


Tiur 


TH*^ Oa%» MAf* s 

lyr ber Met Axa 


VCLX 


Ser 


- xxc 






Asn 


Ala Leu 


249 


210 












220 








252 Leu Tyr Phe 


Pro 


neu ncb j>xc 


OCX, 






lie 


Leu 


Asn 


Asp Ala 


253 


225 


















240 


256 


Asn Val lie 


Leu 


I'Vi'T" T^ii &en 
JLIIX lidl JjCU 






Ala 


Met 


lie 


Ala 


Trp Oln 


257 










^ n 

^ 9 u 










255 


260 


val Ala Val 


Axci 


TFol D^«^ DVia TiAii 
VOX trXU <rXi.t5 LltfU 


Arg 


Ser 


Phe 


Pro 


Gin 


Gin 


Tyr Leu 


261 


















270 




264 His Cys Ala 




11 qn PVi^ Glv Ara 


Lys 


Phe 


Met 


Tvr 


Gin 


Tro 


Ser lie 


265 


275 




280 










285 






W-> 268 


Asn Trp Oln 


no V 


MAt Jksn fill! Slu 


AXa 


Phe 


Abu 




Lvs 


Arcr 


Phe Xaa 


269 


290 




295 








300 








272 


Xaa Xaa Xaa 


Xaa 


Xaa Xaa Xaa Xaa 

«»GkC» ^waci ^^^Ku 


Xaa 


Xaa 


Xaa 


Xaa 


Xaa 


Xaa 


Phe Val 


273 


305 




310 






315 








320 


276 


Thr Arg Tyr 




Apo He Ijeii Pro 


Asp 


Leu 


Tro 


Ser 


Ser 


Leu 


Cys His 


277 




325 




330 










335 


280 


Pro Leu Arg 


Lys 


Asn Ala Val Leu 


Asn 


Ala 


Asn 


Pro 


Ala 


Lys 


Thr lie 


281 




340 




345 










350 




264 


Pro Phe val 


Leu 


He Ala Ser Asn 


Phe 


He 


Gly 


Val 


Leu 


Phe 


Ser Arg 


285 


355 




360 










365 






288 


Ser Leu His 


Tyr 


Gin Phe Leu Ser 


Trp 


Tyr 


His 


Trp 


Thr 


Leu 


Pro lie 


289 


370 




375 








380 








292 


Ijeu lie Phe 


Trp 


Ser Gly Met Pro 


Phe 


Phe 


Val 


Gly 


Pro 


lie 


Trp Tyr 


293 


385 




390 






395 








400 


296 


val Leu His 


Glu 


Tip Cys Trp Asn 


Ser 


Tyr 


Pro 


Pro 


Asn 


Ser 


Gin Xaa 


297 






405 




410 










'415 


300 


Xaa Xaa Xaa 


Xaa 


Xaa Xaa Xaa Xaa 


Xaa 


Xaa 


Xaa 


Xaa 


Xaa 


Xaa 


Xaa xaa 


301 




420 




425 










430 




304 


Xaa Xaa Xaa 


Xaa 


Ser Gly Ser Val 


Ala 


Leu 


Ala 


Lys 


Ser 


His 


Leu Arg 


305 


435 




440 










445 
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BAW SBQOENCB LISTIlia DATE: 12/21/2004 

PATENT APPLICATION: nS/10/680,963 TIME: 11:33:40 

Input Set : A:\6FI-108 Sequence li8ting.ST25.txt 
Output Set: Nt\CRF4\X22X2004\J680963.rav 

308 Thr Thr Ser Ser Met Glu Lys Lys Leu Asn 

309 450 455 

312 <210> SBQ ID NO: 10 

313 <211> LENGTH: 458 

314 <212> TYPE: PRT 

315 <213> ORGANISM: Saccharomyces cexevisiae . 
317 <400> SEQUENCE: 10 



319 


Met Glu 


Gly Glu Gin 


Ser 


Pro 


Gin 


Gly 


Glu 


Lys 


Ser 


Leu 


Gin 


Arg 


Lys 


320 


1 


5 










10 










15 




323 


Gin Phe 


Val Arg Pro 


Pro 


Leu 


Asp 


Leu 


Trp 


Gin 


Asp 


Leu 


Lys 


Asp 


Gly 


324 




20 








25 










30 






327 


Val Arg 


Tyr Val He 


Phe 


Asp 


Cys 


Arg 


Ala 


Asn 


Leu 


He 


Val 


Met 


Pro 


328 




35 






40 










45 








331 


Leu Leu 


He Leu Phe 


Glu 


Ser 


Met 


Leu 


Cys 


Lys 


He 


He 


He 


Lys 


Lys 


332 


50 






55 










60 










335 


Val Ala 


Tyr Thr Glu 


He 


Asp 


Tyr 


Lys 


Ala 


Tyr 


Met 


Glu 


Gin 


He 


Glu 


336 


65 




70 










75 










80 


339 


Net lie 


Gin Leu Asp 


Gly 


Met 


Leu 


Asp 


Tyr 


Ser 


Gin 


Val 


Ser 


Gly 


Gly 


340 




85 










90 










95 




343 


Thr Gly 


Pro Leu Val 


Tyr 


Pro 


Ala 


Gly 


His 


Val 


Leu 


He 


Tyr 


Lys 


Met 


344 




100 








105 










110 






347 


Met Tyr 


Trp Leu Thr 


Glu 


Gly 


Met 


Asp 


Hie 


val 


Glu 


Arg 


Gly 


Gin 


Val 


348 




115 






120 










125 








351 


Phe Phe 


Arg Tyr Leu 


Tyr 


Leu 


Leu 


Thr 


Leu 


Ala 


Leu 


Gin 


Met 


Ala 


Cys 


352 


130 






135 










140 










355 


Tyr Tyr 


Leu Leu His 


Leu 


Pro 


Pro 


Trp 


Cys 


Val 


Val 


Leu 


Ala 


Cys 


Leu 


356 


145 




150 










155 










160 


359 


Ser Lys 


Arg Leu His 


Ser 


He 


Tyr 


Val 


Leu 


Arg 


Leu 


Phe 


Asn 


Asp 


Cys 


360 




165 










170 










175 




363 


Phe Thr 


Thr Leu Phe 


Met 


Val 


Val 


Thr 


val 


Leu 


Gly 


Ala 


He 


Val 


Ala 


364 




180 








185 










190 






367 


Ser Arg 


Cys His Gin 


Arg 


Pro 


Lys 


Leu 


Lys 


Lys 


Ser 


Leu 


Ala 


Leu 


Val 


368 




195 






200 










205 








371 


He Ser 


Ala Thr Tyr 


Ser 


Met 


Ala 


Val 


Ser 


He 


Lys 


Met 


Asn 


Ala 


Leu 


372 


210 






215 










220 










375 


Leu Tyr 


Phe Pro Ala 


Met 


Met 


He 


Ser 


Leu 


Phe 


He 


Leu 


Asn 


Asp 


Ala 


376 


225 




230 










235 










240 


379 


Asn Val 


He Leu Thr 


Leu 


Leu 


Asp 


Leu 


val 


Ala 


Met 


He 


Ala 


Trp 


Gin 


380 




245 










250 










255 




383 


Val Ala 


Val Ala Val 


Pro 


Phe 


Leu 


Arg 


Ser 


Phe 


Pro 


Gin 


Gin 


Tyr 


Leu 


384 




260 








265 










270 






387 


His Cys 


Ala Phe Asn 


Phe 


Gly 


Arg 


Lys 


Phe 


Met 


Tyr 


Gin 


Trp 


Ser 


He 


388 




275 






280 










285 








391 


Asn Trp 


Gin Met Met 


Asp 


Glu 


Glu 


Ala 


Phe 


Asn 


Asp 


Lys 


Arg 


Phe 


His 


392 


290 






295 










300 










395 


Leu Ala 


Leu Leu He 


Ser 


His 


Leu 


He 


Ala 


Leu 


Thr 


Thr 


Leu 


Phe 


Val 


396 


305 




310 










315 










320 


399 


Thr Arg 


Tyr Pro Arg 


He 


Leu 


Pro 


Asp 


Leu 


Trrp 


Ser 


Ser 


Leu 


Cys 


His 


400 




325 










330 










335 
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VSKZFXCATZON SUHMARY 

PATENT APPLICATION: nS/10/680,963 



DATE: 12/21/2004 
TIME: 11:33:41 



Input Set : A:\GPI-108 Sequence listing •8T25.txt 
Output Set: N:\CRP4\12212004\J680963.raw 



61 M;341 W: (46) "n" or "Xaa" used, for SEQ ID#:1 after pos.jQ 

81 M:341 W: (46) "n" or "Xaa" used, for SEQ ID#:2 after po8.:0 

135 M:341 W: <46) "n" or "Xaa" used, for 9EQ ID#:5 after pos,:0 

159 M:341 W: (46) «n« or "Xaa" used, for SEQ ID#:6 after pos.:0 

168 M:300 W: (50) Intentionally skipped Sequence^ : Sequence Id (7) SEQUENCE: 

176 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (8) SEQUENCE; . 

268 M:34l W: (46) "n" or "Xaa" used, for SEQ ID#:9 after pos.:288 

341 Repeated in SeqNo-9 

516 M:341 W: (46) "n« or «Xaa" used, for SEQ IDftill after pos.:272 
341 Repeated in Se^o^ll 

1467 M:341 W: (46) "n" or "Xaa" used, for SEQ ID#:25 after E>os.:208 
341 Repeated in Seq^o=25 

1692 M:341 W: (46) "n" or "Xaa" used, for SEQ ID#:27 after pos.:176 
341 Repeated in SeqNo=27 

1909 M:341 W: (46) "n" or "Xaa" used, for SEQ ID#:29 after pos.:160 
341 Repeated in SeqNo«29 

2126 M:341 W: (46) "n" or «Xaa" used, for SEQ ID#:31 after pos.:160 
341 Repeated in SeqNos3l 

2547 M:300/W: (50) Intentionally skipped Sequence, : Sequence Id (43) SEQUENCE: 
2555 M:300 (50) Intentionally skipped Sequence, : Sequence Id (44) SEQUENCE: 
3343 M:341 W: (46) -n** or "Xaa" used, for SEQ ID#:75 after pos.iO 
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VBRZPIGATZOH SUlOfARY 

PATENT APPLICATION: U8/10/680,963 



DATE: 12/21/2004 
TIME: 11:33:41 



61 M:341 W: 
81 M:341 W: 
135 M:341 W: 
1S9 M:341 W: 
168 H:300 W: 
176 M:300 W: 
268 N:341 H: 
341 Repeated 
516 M:341 W: 
341 Repeated 
1467 M:341 K 
341 Repeated 
1692 M:341 W 
341 Repeated 
1909 M:341 W 
341 Repeated 
2126 N:341 W 
341 Repeated 
2547 M:300 K 
2555 M:300' W 
3343 M:341 W 



Input Set : A:\QFI-108 Sequence lietin9.8T25.txt 
Output Set: K:\CRP4\12212004\J680963, raw 

(46) "n" or "Xaa" used, for SEQ ID#:1 after pos.rO 
(46) «n" or "Xaa" used, for SEQ ID#:2 after po8.:0 
(46) "n" or "Xaa" used, for $EQ ID#:5 after pos,:0 
(46) "n" or «Xaa" used, for SEQ ID#:6 after pos.iO 
(50) Intentionally skipped Sequence, : Sequence Id (7) 
(50) Intentionally slcipped Sequence, : Sequence Id (8) 



SEQUENCE : 
SEQUENCE : 



"Xaa" 



"Xaa" 



"Xaa' 



(46) "n* or 
in SeqNo=9 
(46) «*n" or 
in SeqNosll 
; (46) "n" or 
in Seq^o=25 

(46) "n" or "Xaa* used, 
in SeqNo=27 

(46) "n« or 
in SeqNos29 

(46) "n" or 



"Xaa' 



used, for SEQ ID#:9 after pos.:288 
used, for SEQ IDi*:ll after pes.: 272 
used, for SEQ ID#:25 after £>os.:208 
for SEQ I0#:27 after pos.:176 
for SEQ ID#:29 after po8.:160 
for SEQ ID#:31 after po8.:160 



'■Xaa' used, 
used. 



in Se^os31 

(50) Intentionally slcipped Sequence, : Sequence Id (43) SEQUENCE: 
(50) Intentionally sJcipped Sequence, : Sequence Id (44) SEQUENCE: 
(46) -n« or "Xaa" used, for SEQ ID#:75 after pos.:0 
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This Page is Inserted by IFW Indexing and Scanning 
Operations and is not part of the Official Record 

BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of the original 
documents submitted by the applicant. 

Defects in the images include but are not limited to the items checked: 

□ BLACK BORDERS 

□ IMAGE CUT OFF AT TOP, BOTTOM OR SfflES 

□ FADED TEXT OR DRAWING 

□ BLURRED OR ILLEGIBLE TEXT OR DRAWING 

□ SKEWED/SLANTED IMAGES 

□ COLOR OR BLACK AND WHITE PHOTOGRAPHS 

□ GRAY SCALE DOCUMENTS 

□ LINES OR MARKS ON ORIGINAL DOCUMENT 

□ REFERENCE(S) OR EXHIBIT(S) SUBMITTED ARE POOR QUALITY 

□ OTHER: 

IMAGES ARE BEST AVAILABLE COPY. 
As rescanning these documents will not correct the image 
problems checked, please do not report these problems to 
the IFW Image Problem Mailbox. 



